In our article [1] , the numbers of probes and sequences for the CAZy dataset in the Additional file 3, table S3 (A) (Table 1 here) have been switched. The corrected table S3 (A) is presented in this erratum.
Results and discussion, page 6
In this study, 306,525 nucleotide sequences were extracted through the pipeline and used as a proof of concept. A list of group-wise collected sequences and generated probes from databases are given as Additional file 3: Table S3 . In total, 406,277 unique probes were produced from these extracted nucleotide sequences in this study with the following criteria: length (50mer), GC contents (35-65), melting temperature (55-65), and 3 probes per cluster on 90 % cluster similarity.
Results and discussion, page 8
Among the downloaded sequences (Additional file 3: 
